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Malaria and soil transmitted helminthes
co-infection among Abia State polytechnic
students, Aba, Southeastern Nigeria
O.R. Ezeigbo ∗, N.G. Agomoh
Abia State Polytechnic, Aba, Abia State, Nigeria, Aba,
Nigeria
Background: Soil transmitted helminthes and malaria infec-
tions are among the endemic parasitic diseases that have caused
over half amillion deaths inmost tropical parts of theworld, where
both have similar geographical distribution and co-infections are
common. In Nigeria and other tropical countries, malaria and
helminthes infections are reportedly endemic and pose signiﬁcant
health problems. It becomes very necessary therefore to determine
the impact of malaria and helminthes co-infection.
Methods & Materials: Fresh stool and blood samples were col-
lected from 400 students of Abia State Polytechnic, Aba, aged 18
years and above. The stool samples were analyzed using saline wet
mount method. Blood was collected by ﬁnger prick to determine
malaria parasitemia using thick ﬁlm method. Univariant analysis
and chi-square statistical tests were used to analyze the data.
Results: Out of 400 students sampled, consisting of 160(40.0%)
males and 240(60.0%) females, 141(35.3%) and 72(18.0%) students
were infected with malaria and intestinal helminthes respectively.
The percentage co-infectionwas 53(13.3%). The femalesweremore
infected for both malaria (20.5%) and helminthes infection (10.8%)
than males (14.8% for malaria and 7.3% for helminthes infec-
tion). However, the statistical analysis showed that co-infection of
malaria and helminthes infections do not depend on sex. Species of
soil transmittedhelminthes isolated fromthe stool samples include
Ascaris lumbricoides (4.5%), Hookworm (6.0%) and Trichuris trichura
(4.8%).
Conclusion: Malaria and soil helminthes infectionmay co-exist
without clinical symptoms, yet they pose serious health threats
to the public. Interventions in the area of improved sanitation,
drainage of stagnant water, health education and the need to sleep
on insecticide- treated bed net are highly recommended.
http://dx.doi.org/10.1016/j.ijid.2016.02.775
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Genome wide collation of zinc ﬁnger family in
P. falciparum
M. Kaushik, S.S. Gill, R. Gill ∗
Maharashi Dayanand University, Rohtak, India
Background: Despite progress in recent years, malaria contin-
ues to be a major public health problem. P. falciparum- the most
virulent species of human malaria requires specialized regulation
of gene expression for survival in two different hosts. A subset of
these regulators belongs to the zinc ﬁnger proteins (ZFPs) that are
involved in transcription regulation, signal transduction, RNAbind-
ing and regulation of apoptosis. The present study identiﬁed the
ﬁrst genome-wide analysis of zinc ﬁnger family in P. falciparum.
Methods&Materials: All zinc ﬁnger geneswere extracted from
PlasmoDB v 9.0 by gene text search, BLASTp and HMM search.
Domain architecture of extracted genes was drawn by SMART and
Pfam. Orthologs in different organisms were assigned by BLASTp
program. Evolutionary relationships were drawn using phylip and
homology modelling was done by Phyre 2.
Results: In the present study, we identiﬁed 144 putative zinc
ﬁnger genes in P. falciparum. It comprises almost 2.67% of all anno-
tated genes present in plasmodium.Basedonnumber and theorder
of the Cystine and Histidine residues that bind the zinc ion, ZFPs
were classiﬁed into 16 different types. Nearly 70% (100/144) of
these genes belong to four distinct classes namely, C2H2, C3H1,
RING ﬁnger and PHD ﬁnger that play a critical role in transcription,
RNAbinding, ubiquitinationandchromatin regulation respectively.
Notably, the percentage of CCCH genes in apicomplexa (0.38%
- 0.59%) was found to be much higher than that of chordates.
Domain composition analysis revealed few domain compositions
(RING+SPX) speciﬁc to the parasite as compared to the humanhost.
Homology modeling revealed plasmodium speciﬁc insertions and
residuesas compared to itshumanhomologue. Expressionproﬁling
of PfZFPs showed a mixture of linear and non-linear relation-
ships between transcriptome and proteome and few stage speciﬁc
proteins. Phylogenetic analysis of zinc ﬁnger showed good evo-
lutionary relationships with high bootstrap values of the internal
branches.
Phylogenetic analysis of PfCCCH family
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Conclusion: Presence of large number of ZFPs suggests an
extensive mechanism of gene regulation in P. falciparum. The com-
prehensive genome wide analysis provides a solid platform for
further investigations into the role of zinc ﬁnger proteins in devel-
opment of parasite.
http://dx.doi.org/10.1016/j.ijid.2016.02.776
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The level of Proﬁlin and Interleukin-12 in obese
patients infected by Toxoplasma gondii: A
correlation study between Toxoplasma gondii
infection and obesity
A. Iskandar1,∗, M.R. Indra2, I.A. Wulanda3, H.
Hartojo2
1 University of Brawijaya, Malang, Indonesia
2 Medical Faculty Brawijaya University, Malang,
Indonesia
3 Saiful Anwar General Hospital, Malang, Indonesia
Background: Background. Toxoplasma gondii is one of the
microorganisms that causechronic inﬂammation. It is also thought
to be associated with obesity. Proﬁlin T. gondii is an actin
cytoskeletonprotein with a molecular weight of 18 kD identiﬁed
in the membraneof T. gondii. Interleukin-12 is a proinﬂammatory
cytokine arising from the body’s immune response to exposure to
proﬁlin. Proﬁlin and IL-12 arethought to have a role in the path-
omechanism of obesity.
Objective: The objective of the study was to determine the
level of Proﬁlin and IL-12 in obese individuals infected by chronic
T.gondii and to examine a po
Methods & Materials: Methods. We report an observational
analytical study using a cross sectional design. The subjects of the
studywere 57obese individuals divided into apositive IgGT. gondii
obese group and a negative T. gondiiIgG obese group. Proﬁlin, IL-
12, and IgG levelsweremeasuredby ELISA. Differences between the
two groups were examined using the independent samples t-test.
Bivariate correlations between variables were examined using-
Pearson’s test or the Mann-Whitney test. A value of p< 0.05 was
considered statistically signiﬁcant.
Results: Results. The mean of proﬁlin for the positiveT. gondii-
IgG group was higher than that of the negative T. gondii IgG group
(97.7±32.6[SD] vs 64.4±25.1g/ml; p =0,002). The mean of IL-
12 for the positiveT. gondii IgG group was higher than that of the
negative T. gondii IgG group (48.2 (range 22.14 to 117.21) vs 41.67
(22.70 to 51.14)g/ml; p =0,656).
There was no signiﬁcant correlation between Proﬁlin and IL-
12 (r =0.056, p =0677). However there was a positive correlation
between Proﬁlin and IgG T. gondii (r = 0.372, p =0.004).
Conclusion: Conclusion. The level ofT. gondii Proﬁlin and IL-12
are higher in the positiveT. gondii IgG group than in the negative
T.gondii IgG group., but There is no signiﬁcant correlation between
the level of Proﬁlin and Il-12 in obese individuals. Further research
isneeded toknowthepatomechanismofTgondii proﬁlin in causing
obesity.
http://dx.doi.org/10.1016/j.ijid.2016.02.777
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Comparative study between vivax and
falciparum malaria in Eastern India: Breaking a
myth
A. Karak1,∗, A. Mukherjee1, A. Chakraborty1, B.
Samanta1, S. Verma1, A. Talukdar1, S. Srivastava2
1 Medical college, kolkata, Kolkata, West bengal,
India
2 IIT bombay, Mumbai, India
Background: Plasmodiumvivax has long been thought to cause
benign infectionwhich has been challenged recently. Various stud-
ies have pointed towards the rising severity of vivax infections.
Till date no longitudinal study has compared vivax and falciparum
malaria directly to show the ﬁnal outcome. Our aim was to explore
the manifestations of vivax and falciparum malaria infection and
to follow them up and observe the ﬁnal outcome over a period of
28 days.
Methods&Materials: In this hospital based longitudinal obser-
vational study, 89 patients attending a tertiary care hospital in
Kolkata, who were positive for vivax or falciparum malaria (both
complicated and uncomplicated)(conﬁrmed by PCR) and who did
not receive anti-malarial therapy from outside were consecutively
recruited and their clinico-pathological, biochemical parameters
and proteomics were analysed. They were followed up for a period
of 28 days to observe their outcome after institution of appropriate
guideline directed anti-malarial therapy.
Results: Of the 89 patients infected with either vivax or fal-
ciparum, 10 were complicated vivax and 12 were complicated
falciparum. Jaundice and thrombocytopenia accounted for major-
ity of complicated vivax whereas cerebral malaria, severe anaemia
and thrombocytopenia accounted for majority of complicated fal-
ciparum infections. One of the vivax infection, complicated by
jaundice and severe anaemia and two falciparum infections com-
plicated by jaundice and cerebral malaria resulted in death. All the
other patients showed improvement in their clinico-pathological
and biochemical parameters over time. There was no statistically
signiﬁcant difference in the parameters over time when compared
between complicated vivax and falciparummalaria. (p value>0.05).
Of the multitude of protein changes in the serum of malaria
patients, serum amyloid associated protein (SAA) and haptoglobin
showed a characteristic pattern of change, with SAA being upreg-
ulated and Haptoglobin being downregulated; the alterations in
